Minute 5. Criteria for acceptance of new species. In recent years there have been a number of taxonomic proposals and reclassification of existing species based solely on 16S rDNA sequence analysis. This situation was debated at length and members were concerned that this was not a taxonomically sound approach. The importance of a polyphasic taxonomic approach was strongly recommended. Minute 6. Reliable phenotypic tests for identification. B. I. Duerden reported that there has been a distinct lack of innovative developments in conventional phenotypic approaches for over a decade. ' Biochemical tests ' coupled with GLC are the basis of most identification protocols in reference laboratories. There is still an emphasis on the traditional tests of sugar fermentation, protein degradation and the like ; some of these tests detect the presence of metabolic pathways (although the breakdown of the same substrate to acidic products does not necessarily mean that the same pathway is present) or of individual enzymes. These tests, which are based on the expression of metabolic activity during growth, have formed the basis of identification schemes and tables for over 20 years. The phenotypic tests include inhibition\stimulation tests (e.g. through bile, dyes) and the antibiotic resistance tests. Phenotypic markers derived for these tests remain useful, but do not provide definitive information for classification and identification. Several attempts have been made to incorporate these tests into commercial formats, but none of them have been particularly successful for identifying more than the most obvious and common anaerobes. More recent approaches have aimed to provide a more precise determination of phenotype by the detection of specific enzymes that hy-drolyse chromogenic substrates. These systems are focused on detecting pre-formed enzymes in short (4 h) assays, and are independent of the growth of the organisms. Identification to the genus level is mostly reliable, but identification to the species level is less so. A serious problem with these tests is that they are aimed at the whole range of anaerobes. Improved phenotypic tests are needed to support the genetic basis of taxonomy, as the traditional tests are time-consuming and remain in use only in reference laboratories, while commercial systems are still inadequate.
Minute 7. Checkerboard DNA probe assay. The checkerboard DNA-DNA hybridization technique for analysing clinical samples was reviewed by A. Tanner and B. Thomas. Using this method, bacteria in 28 clinical samples, usually from oral subgingival plaques, are identified by hybridization to digoxigenin-labelled whole-genomic probes to 40 species on a single membrane. Reactions can be conveniently visualized using a chemifluorescent scanner. The method allows for quantitation of bacterial levels present in samples by comparing signal intensities with those of known standards. Advantages of the checkerboard DNA probe method to analyse clinical samples include the rapid and accurate detection of members of fastidious, and slow-growing, species, including Gram-negative anaerobes, since growth of samples is not required. Checkerboard DNA probe analysis [Socransky et al., Biotechniques 17, 788-792 (1994) ] detects species above the assay threshold (frequently 10% cells) compared with cultural analyses which detect species primarily as a percentage of the (cultivable) microbiota. 
